* 



WO 00/23605 

1/5 

FIG1 



09/807867 

PCT/IB99/01719 



CCG CTC ACA TTO GGA TTC GTC ATT CTT CTT CTA AAA CCC GCA AAA TTT CTC CAT TTC TAC 

CAA AAA TAT CCA ACT TTT ACT TTT CTT TCC TGT GAA ATT ATC TGC TCA AAT CTT TGG TTC 

CTC ACG GAG ATG GCG GCG ATT TCA GGC ATC TCC TCT GGT ACG TTG ACG ATT TCA CGG CCT 
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TTC GTT ACT CTT CGA CGC TCT AGA GCC GCC GTT TCG TAC AGC TCC TCT CAC CGA TTG CTT 
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CAT CAT CTT CCT CTC TCT TCT CGT CGT CTG CTA TTA aST AAC AAT CAT CGA GTC CAA GCA 
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ACG ATT TTG CAA GAC GAT GAA GAG AAA GTG CTG GTG GAG GAA TCG TTT AAA GCC GAG ACT 
TIL QDDEEKV VVEESFKAET 

TCT ACT- GGT ACA GAA CCA CTT GAG GAG CCA AAT ATG ACT TCT TCT TCA ACT ACT GCT TTT 
STGTEP LEEPNMSSSST SAF 

GAG ACA TGG ATC ATC AAG CTT GAG CAA GGA GTG AAT GTT TTC CTT AcPgAC TCG GTT ATT 
ETWIIKLEQGVNVFLTDSVI 

AAG ATA CTT GAC ACT TTG TAT CGT GAC CGA AGA TAT GCA AGG TTC TTT GTT CTT GAG ACA 
KILDTL yRDRTYARFFVLET 

ATT GCT AGA GTG CCT TAT TTT ^5 TTT ATG TCT GTG CTA CAT ATG TAT GAG ACC TTT GGT 
IARV PYFAFMSVLHMYETFG 

TGG TGG AGG AGA GCA GAT TAT TTG AAA GTA CAC TTT GCT GAG AGC TGG AAT GAA ATG CAT 
WWRRADYLKVHFAESWNEMH 
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CTC AAG GCC AGT GGaVg GAG TTG AAG AAT ATG CCT GCA CCG GAT ATC GCA GTA AAA TAC 
LKASGEELKNMPAPDIAVKY 

TAT ACG GGA GGT GAC TTG TAC TTA TTT GAT GAG TTC CAA ACA TCA AGA ACT CCC AAT ACT 
YTGGDLYLFDEFQT SRTPNT 

CGA AGA CCA GTA ATA AAT CTA TAC GAT GTG TTT GTG AAC ATA AGA GAT GAT GAA GCA 

rrPVIENLYDVFVN IRDDEA 

GA^CAC TGC AAG ACA ATG AGA GCT TGT CAG ACT CTA GGC AGT CTG CGT TCT CCA CAC TCC 
EHCKTMRACQTLGSLRSPHS 

ATT ^ TTA GAT GAT GAT GAT ACT GAA GAA GAA TCA GGG TGT GTT GTT CCT GAG GAG GCT CAT 

ILD dd'dteeesgcvvpeeah 

TGC 1 GAA GGT ATT GTA GAC TGC CTC AAG AAA TCC ATT ACA AGT TAA TAA ATT AGA AAG TAA 
CEGIVDCLKKSITS 

ACT 1 AAA AAA GAT TAT TTG TAT CAG CTC ATG AAC AAT AGA TAT AAT CCC ATA TAC TTG GGA 

ATA. 1 AAG GAA TAA TGT GAA ATT CCC ATC GTT GTG CTA GTG TGT GAG AGA ATC AAA TAC CCT 

AAT GAT GTA AAT GTA CTT TGA TGA GCT TAA GTC GTT GTA GAC CAT TTT ATC AAA AAA AAA 
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FIG, 3 

T 1 MAISISAMSFGTSVSSYSCFRARSFEKSSVLCNSQNPCRFNSVFP. IRKSDGASRCSVSR 

p 1 MAISISAMSFRTSVSS SY . - SAFLCNSKNPFCLNSLFS . LRNSHRTFQPSLSR 

A 1 MA.AISGISSGTLTIS RPL VTLRRSRAAVS Y S S S HRLLHHLPL S S RRLLLR 

consensus 

1 MA ISamS TS LS Sir IR 

T 60 KSCRVRATLLQENEEEVWEKSFAPKSFPDNVGGGSNGKPPDDSSS . NGLEKWVIKLEQS 
P 51 KSSRVRATLLKENEEEVVVEKSFAPKSFPGNVGGGNNGEPPDNSSS . NGLEKWVIKXEQS 
A 51 NNHRVQATILQDDEEKVWEESFKAE. . • TSTGTEPLEEPNMSSSSTSAFETWIIKLEQG 
consensus 
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T 119 VNILLTDSVIKILDTLYHNRNYARFFVLETIARVPYFAFISVLHMYESFGWWRRADYMKV 
P 110 VNIFLTDSVIKILDTLYHDRHYARFFVLETIARV^YFAFISVLHLYESFGWWRRADYLKV 
A 108 VNVFLTDSVIKILDTLYRDRTYARFFVLETIARVPYFAFMSVLHMYETFGWWRRADYLKV 
consensus 

121 VNi LTDSVIKILDTLYh R YARFFVLETIARVPYFAFiSVLHlYEsFGWWRRADYlKV 

T 179 HFAESWNEMHHLLIMEELGGNAWWFDRFLAQHIAIFYYFMTVLMYALSPRMAYHFSECVE 
P 170 HFAESWNEMHHLLIMEELGGNAWWFDRFLAQHIAVFYYFMTVSMYALSPRMAYHFSECVE 
A 168 HFAESWNEMHHLLIMEELGGNSWWFDRFLAQHIATFYYFMTVFLYILSPRMAYHFSECVE 
Consensus 

181 HFAESWNEMHHLLIMEELGGN WWFDRFLAQHIA FYYFMTV mY LSPRMAYHFSECVE 

T 239 SHAYETYDKFIKDQGEELKNLPAPKIAVDYYTGGDLYLFDEFQTSREPNTRRPKIDNLYD 
P 230 HHAYETYDKFIKDQEAELKKLPAPKIAVSYYTGGDLYLFDEFQTSREPNTRRPKIDNLYD 
A 227 SHAYETYDKFLKASGEELKNMPAPD I AVKY YTGGDLYLFDE FQTSRTPNTRRPVIENLYD 
Consensus 

241 HAYETYDKFiK ELK 1PAP IAV YYTGGDLYLFDEFQTSR PNTRRP IdKLYD 

T 299 VFMNIRDDEAEHCKTMKACQTHGSLRSPHTD . PCDDSEDDTGCSVP « QADCIGIVDCIKK 
P 290 VFMNIRDDEAEHCKTMKACQTHGSLRSPHTN . PCDESEDDPGCSVP* QADCVGIVDCITK 
A 287 VFVNIRDDEAEHCKTMRACQTLGSLRSPHSILDDDDTEEESGCWPEEAHCEGIVDCLKK 
Consensus 

301 VFmNIRDDEAEHCKTMkACQT GSLRSPHt DdsEdd GC VP AC GIVDCi K 
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FIG 4 
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FEUILLE DE REMPLACEMENT (REGLE 26) 



